females and four males. The infants presented with fever, lethargy or irritability. The older children presented with fever and headache. Following full infection screens, all of the infants were treated with intravenous antibiotics. One patient had raised inflammatory markers and one patient had a significant cerebrospinal fluid (CSF) pleocytosis, the majority had a normal or minimally raised CSF white cell count. Eight patients had positive CSF Enterovirus PCR results and one patient had a Coxsackievirus positive serum PCR (having not undergone lumbar puncture). In three patients a prolonged course of antibiotics was discontinued following the PCR result. One patient had episodes of tachycardia with subsequent diagnosis of supraventricular tachycardia requiring treatment. Conclusion Positive enterovirus PCR results appear to have reduced antibiotic course length, limiting unnecessary antibiotic administration, and we advocate increasing use of this investigation.
Background and aim To investigated the epidemiological and etiological characteristic of Hand-Foot-Mouth disease in Chongqing, China from 2010 to 2013. Methods Descriptive epidemiological methods were used to describe the epidemic characteristics of 3760 hospitalised cases with HFMD in Chongqing children's hospital during 2010 to 2013. The pathogens from 830 stool samples were determined by nested RT-PCR and the molecular characteristics were analysed by the phylogenetic trees. Results There were two epidemic peaks every year during 2010 to 2013 in Chongqing. One occurred from April to July and another occurred from October to December. Most (91.22%) of the patients were under 5 years old and 76.28% were < 3 years of age. The ratio of male to female cases was 1.60:1. The dominant pathogens were EV71 (58.47%) and CA16 (18.09%). The percentage of CA16 infection cases decreased from 31.23% to 4.67% and CA6 increased from 2.11% to 16.36% from 2010 to 2013. Phylogenetic analysis indicated that EV71 isolates in Chongqing belonged to 3 lineages in subgenotype C4a and CA16 isolates belonged to B1 (B1a and B1b). The molecular evolution of all the isolates from mild and severe cases were nearly identical. Objective To explore the characteristics of HBV mother-to-child transmission, and the population diversity of HBV in children failure to HB vaccine and their mothers. Methods Eight children who developed into chronic HBV infection after receiving hepatitis B vaccines and their respective mothers were enrolled into the research,the full length of HBV gene was amplified by PCR, the HBV gene was made to small fragments, different barcodes primers were attached to fragments by PCR, the 250-500 bp fragments were extracted from gel and sequenced by solexa sequencing technology. The sequencing data were analysised by statistical methods. Liver function, HBVM and HBV DNA level were determined for each patient. Results (1) The sequences in paired mother and child could cluster well, the sequence homology between paired mother and child was beyond 99%. (2) The significant polymorphism positions existed in whole HBV gene among the children, and nt 200-300 and nt 700-800 in S, the Pre C, nt 1950-2100 in C and nt 2650-2850 in P genes were the hotter sites. (3) Significant polymorphism positions could be found in every immunised child. There were 10 significant polymorphism positions in "a" determinant region among 8 pairs. aa143 only existed in children and aa124 only existed in mother. The I126T and G145R in HBsAg "a" determinant region were demonstrated in two children. Conclusions The HBV in children are delivered from their mothers, may be the most important reason for vaccine failure.
